The importance of newly formed sea ice in spring is likely to increase with formation of leads in a more dynamic Arctic icescape. We followed the ice algal species succession in young ice (≤0.27 m) in spring at high temporal resolution (sampling every second day for 1 month in May-June 2015) in the Arctic Ocean north of Svalbard. We document the early development of the ice algal community based on species abundance and chemotaxonomic marker pigments, and relate the young-ice algal community to the communities in the under-ice water column and the surrounding older ice. The seeding source seemed to vary between algal groups. Dinoflagellates were concluded to originate from the water column and diatoms from the surrounding older ice, which emphasizes the importance of older ice as a seeding source over deep oceanic regions and in early spring when algal abundance in the water column is low. In total, 120 taxa (80 identified to species or genus level) were recorded in the young ice. The protist community developed over the study period from a ciliate, flagellate, and dinoflagellate dominated community to one dominated by pennate diatoms. Environmental variables such as light were not a strong driver for the community composition, based on statistical analysis and comparison to the surrounding thicker ice with low light transmission. The photoprotective carotenoids to Chl a ratio increased over time to levels found in other high-light habitats, which shows that the algae were able to acclimate to the light levels of the thin ice. The development into a pennate diatom-dominated community, similar to the older ice, suggests that successional patterns tend toward ice-associated algae fairly independent of environmental conditions like light availability, season or ice type, and that biological traits, including morphological and physiological specialization to the sea ice habitat, play an important role in colonization of the sea ice environment. However, recruitment of ice-associated algae could be negatively affected by the ongoing loss of older ice, which acts as a seeding repository.
INTRODUCTION
The Arctic icescape is changing rapidly, which affects the whole marine system (Meier et al., 2014) . Primary production or algal species dynamics and habitats are altered for example by a shorter ice season (Arrigo and van Dijken, 2015) and likely by the reduction of multi-year ice Olsen et al., 2017b) . The sea ice is also more dynamic and vulnerable to wind forcing (Itkin et al., 2017) , which can alter the habitat of ice algae. In the Arctic, ice algae contribute to the annual primary production to a varying degree (<1-60%) depending on season and region (Gosselin et al., 1997; Rysgaard and Nielsen, 2006; Fernández-Méndez et al., 2015) . Based on modeling, an estimated 7.5% of annual Arctic primary production is attributed to ice algae (Dupont, 2012) . Ice algae also constitute a highly concentrated food source early in the growth season (e.g., Søreide et al., 2010) , and thus are a crucial part of Arctic marine foodwebs.
Algae are incorporated into sea ice when it forms through, for example, sieving by growing (Syvertsen, 1991; Lund-Hansen et al., 2017) or rising ice crystals (Reimnitz et al., 1990) . Waves, currents, vertical mixing, and other physical factors enhance the entrainment: encounter rates between particles and ice crystals are increased by mixing of crystals into water and water movement through forming ice (Weissenberger and Grossmann, 1998) and along irregularities in bottom-ice topography (Krembs et al., 2002; Lund-Hansen et al., 2017) . Frazil ice, which is formed under turbulent conditions (Petrich and Eicken, 2010) , was observed to have higher foraminifera abundance than congelation ice (Dieckmann et al., 1990) . Also active migration of motile species, and growth even under low irradiances contribute to inhabiting the ice and may be important under calm conditions (Melnikov, 1995; Weissenberger, 1998) . In field studies, ice formation has been observed to preferentially retain larger cells (Gradinger and Ikävalko, 1998; Riedel et al., 2007; Rózanska et al., 2008) . Further, exopolymeric substances produced by the algae make the cell surfaces sticky and may enhance their incorporation into the ice (Meiners et al., 2003; Riedel et al., 2007) .
The main sources of algal species in newly formed sea ice are cells in the water column (pelagic), the sea floor (benthic), or the surrounding older ice (sympagic). Some studies have compared sea ice and water column communities during autumn freezeup and concluded that the communities differ already during the initial phase of ice formation, suggesting that the seeding community was present in the water column only intermittently (Tuschling et al., 2000; Werner et al., 2007; Niemi et al., 2011) . Differences in sea ice communities were observed based on proximity to land i.e., benthic habitats (Ratkova and Wassmann, 2005) . Olsen et al. (2017b) suggested that multi-year ice can act as a seed repository, harboring algal cells from a previous growing season that can colonize new ice. In a Greenland fjord the bottom ice algal bloom was formed via spring colonization by phytoplankton, facilitated by increased surface roughness in growing ice crystals (Lund-Hansen et al., 2017) . The algal assemblage in new sea ice (ice thickness ≤0.03 m) from the Beaufort Sea was similar to the one in the water column, but became different in older stages of ice (Rózanska et al., 2008) .
Both ice melting and freezing seem to trigger increased species exchange between the water column and sea ice (Hardge et al., 2017) . Thus the ice algal community apparently can have many origins, but their relative importance for ice algal recruitment is still not well-known.
Community development can be investigated in light of characteristics of the species present and environmental conditions affecting the species. Further, the number of observed species and how evenly abundance is distributed among the species describe communities (Peet, 1974) . Succession refers to changes in species composition and abundance over time. Concepts of species succession (reviewed in McCook, 1994) are derived from work with plant and rocky bottom communities and aim to explain the mechanisms that lead to a certain type of community after disturbance of a site, such as modification of the site by early-colonizing species.
Previous sea ice colonization studies of new and young ice have been conducted in autumn or winter, or in mesocosm experiments (see references above). However, with the ongoing changes in the Arctic icescape, new ice formation during the main algal growth season will possibly increase and offer new habitats for the sympagic communities. Contrary to autumn, light intensity increases during spring, and in spring young ice is a high-light environment compared to older ice with thick snow cover (Kauko et al., 2017) , or new ice formed in autumn or winter. Algae in general face an ever-fluctuating light climate, altered e.g., by changing cloud and snow covers. To balance incoming irradiance with the capacity of the photosynthetic apparatus, algae need photoacclimation mechanisms such as adjustment of the cellular pigment pool (reviewed in Brunet et al., 2011) . In response to increasing irradiance, changes in the fraction of light-harvesting pigments (LHP) and photoprotective carotenoids (PPC) occur. The latter do not channel the absorbed energy to photosynthesis but dissipate it as heat, thus protecting the photosystems from excess light. The ratios of PPCs to LHP give information on physiology and light history of cells. In addition, many LHP are specific to certain algal groups and can serve as a proxy for taxonomic composition (reviewed in Jeffrey et al., 2011) , including those of ice algal communities (Alou-Font et al., 2013) .
Increasing light availability due to sea ice retreat has been shown to alter phytoplankton dynamics in the Arctic Ocean using ocean color remote sensing (Arrigo and van Dijken, 2015) , but similar large-scale studies are not yet possible for the sea ice habitat due to lack of suitable methods. We have made an effort to understand physical and biological processes in a high-light, young sea ice environment in a refrozen lead during Arctic spring. In a previous study, we have shown that the biomass in the young ice in the refrozen lead was similar to the surrounding older and thicker ice while the light climate was very different, and that algae in the young ice had high concentrations of ultraviolet (UV)-protecting pigments (Kauko et al., 2017) . In this paper, we investigate the colonization of the young ice by ice algae and how that relates both to the possible seeding sources, and to the light environment and other environmental conditions. We further examine light acclimation by investigating the photoprotective carotenoids synthetized by the algae. The objectives of the study were to describe the succession of ice algal species and algal pigment concentrations in young sea ice formed in spring, identify the most important drivers for the algal succession, and compare the young ice community with the surrounding older ice and water column to identify the seeding source.
METHODS

Field Sampling
Young ice (thickness 0.17-0.27 m; Petrich and Eicken, 2010) in a recently refrozen lead was sampled during the Norwegian young sea ICE (N-ICE2015) expedition in the pack ice north of Svalbard at 80. 5-82.4 • N ( Figure 1A ) in spring 2015 . Ice coring was conducted from early May, a few days after ice reformed over the whole lead, to the beginning of June (Supplementary Table 1 ) when the ice in the lead broke up. Ice cores for biological samples were first collected close to the edge of the lead (4 and 6 May) and thereafter 13 times (7 May−3 June; approximately every second day) along a transect (five coring sites, three cores pooled at each site) toward the center of the lead ( Figure 1B) . On subsequent sampling days, the transect was moved 2-3 m to the side in order to sample undisturbed ice. Ice cores were melted onboard overnight in the dark at room temperature and unbuffered (Rintala et al., 2014) . After 18 May, the ice cores were divided into two sections, where the bottom section was always 0.10 m thick and the top section constituted the remaining part of the core (0.09-0.17 m thick). Salinity of the melted ice cores was measured with a WTW Cond 3110 probe (WTW Wissenschaftlich-Technische Werkstätten GmbH, Weilheim, Germany). Brine salinity was calculated from ice temperature (Cox and Weeks, 1986; Leppäranta and Manninen, 1988) . The method for ice core stratigraphy studies is described in Olsen et al. (2017b) and based on Lange (1988) . Incoming and ice-transmitted planar downwelling spectral irradiance was measured with two Ramses ACC-VIS spectroradiometers (TriOS Mess-und Datentechnik GmbH, Rastede, Germany) for the wavelength range 320-950 nm (irradiance data are available from Taskjelle et al., 2016) . Sampling on the lead is described in detail in Kauko et al. (2017) and biochemical and basic physical data can be found in Assmy et al. (2017a) . First-year ice (FYI) and second-year ice (SYI) were sampled weekly and melted by the same procedure (Olsen et al., 2017b) . Two cores were pooled and the bottom 0.20 m were cut into 0.10 m long sections and the remaining ice core into 0.20 m sections (all SYI and first FYI coring) or two equal sections (rest of FYI). The water column was sampled via CTD rosettes (one operated from the ship and one through a hole on the adjacent ice floe) twice per week (Assmy et al., 2017b) .
Laboratory Methods
From the melted ice core sections 190 mL samples were fixed with glutaraldehyde and 20% hexamethylenetetramine-buffered formaldehyde at final concentrations of 0.1 and 1%, respectively. The samples were stored dark and cool in 200 mL brown glass bottles. Sub-samples were settled in 10 mL Utermöhl sedimentation chambers (HYDRO-BIOS © , Kiel, Germany) for 48 h. Subsequently, protists were identified and counted on a Nikon Ti-U inverted light microscope by the Utermöhl method (Edler and Elbrächter, 2010) . Cells were counted in transects. At least 50 cells of the dominant species were counted in each sample (error of ±28% according to Edler and Elbrächter, 2010) . Microscopy count data can be found in Olsen et al. (2017a) . Abundances (cells L −1 ) were converted to biomass (mg carbon m −3 ) using biovolume calculations (Hillebrand et al., 1999) and carbon conversion factors (Menden-Deuer and Lessard, 2000) .
Additional samples from the melted ice cores were taken to analyze the algal pigment composition, including diagnostic marker pigments and pigments related to the xanthophyll cycle. For this 100-300 mL melted ice was filtered through 25 mm GF/F filters and shock frozen in liquid nitrogen. The samples were stored at −80 • C until analysis. Pigments were analyzed by reverse-phase high performance liquid chromatography (HPLC) using a VARIAN Microsorb-MV3 C8 column (4.6 × 100 mm) and HPLC-grade solvents (Merck), a Waters 1,525 binary pump equipped with an auto sampler (OPTIMAS TM ), a Waters photodiode array detector (2,996) and the EMPOWER software. For further details see Tran et al. (2013) . The ice core samples were melted overnight in darkness and therefore the ratios of the pigments involved in the xanthophyll cycle do not strictly resemble the sampling moment, but together represent a pool of photoprotective carotenoids and are here reported as a sum concentration. HPLC data can be found in Assmy et al. (2017a) . An overview of marker pigments and chemotaxonomy can be found in Jeffrey et al. (2011 ), Higgins et al. (2011 , and in the data sheets of Roy et al. (2011) . A review of pigments involved in the photoacclimation process can be found in Brunet et al. (2011) .
Statistical Methods
Statistical analyses were performed with R (R Core Team, 2017). Data from young ice (including all coring sites and vertical sections, 110 samples) were compared to water column data down to 50 m (23 April−4 June, 69 samples from 17 CTD casts) and to data from the surrounding SYI/FYI (all vertical sections, 22 April−5 June, 74 samples from 11 cores).
Non-metric multidimensional scaling (NMDS), performed with the function isoMDS in the MASS package (Venables and Ripley, 2002) , was used to investigate the algal community similarity between the different environments based on algal abundance (counts). The count data were first square-root transformed and Bray-Curtis dissimilarity was used for the scaling (calculated with the vegan package; Oksanen et al., 2017 ).
Shannon's diversity indices (H) were calculated for the species count data with the function diversity in the vegan package, defined as H = −sum (p i ln p i ), where p i is the proportion of individuals of species i. Pielou's species evenness (J) was calculated as J = H/H max , where H max is a maximum diversity index. Further, H max = log 2 (S), where S is the species richness (species number).
To relate the ice algal species abundance in the young ice to environmental variables, canonical correspondence analysis (CCA; suitable for count data) was performed and additionally function envfit was used to fit the environmental variables on NMDS analysis of the young ice. Both were performed with the vegan package and all samples (110) and species were included in the analysis. Environmental variables included snow thickness (indicative also for light intensity) and bulk salinity. Surface water column nitrate concentration (silicate did not change over the sampling period) correlated strongly with bulk salinity of the sea ice and was excluded from further analysis. Bulk salinity therefore also represents the water column nitrate dynamics.
There were unfortunately no nutrient samples from the lead ice. Likewise, temperature values, which enable calculation of brine salinity, were not available for the whole period, thus bulk salinity was used. Ice thickness could indicate ice melting events and therefore changes in the physical habitat, but because of strong correlation with snow thickness it was not included in the analysis. The variable snow thickness thus represents several environmental variables that co-vary, including average in-ice irradiance of the past 48 h, which was calculated for the sampling events. The environmental data were standardized prior to usage by subtracting the mean and then dividing by standard deviation.
The function anosim in the vegan package was used to test if variation in the count data was higher between the sampling days than between the ice coring sites on the young ice, to justify the use of averages of the five coring sites.
In time series figures for the days when ice cores were sectioned in two, first a volumetric average of the ice core bottom and top section values (biomass and pigment concentrations) was calculated, and thereafter an average of the five ice coring sites. For 4 and 6 May, averages could be calculated from four and two ice cores, respectively. In the case of pigment to Chl a ratios (w: w), the ratio was calculated before averaging the ice core bottom and top sections.
RESULTS
Environmental Conditions
A lead next to the research vessel Lance opened on 23 April. Within the next 3 days, the lead was opening and closing, until it got gradually frozen over by 1 May (width ∼400 m). New ice formed first on the side closest to the vessel, on which the ice coring transect was located. Initially, the edge of the lead was characterized by windblown slush and small ice pieces that congealed to a solid ice cover. By the time of sampling, the ice had reached young ice stage and was thick enough to safely work on. The first ice cores for physical measurements were taken on 1 May at the very edge of the lead (same site as on 4 May; Figure 1B ). At this site on 1 May, the ice was composed of 0.09 m granular ice in the top half and 0.07 m columnar ice in the bottom. Ice temperatures ranged from −2.0 to −4.2 • C and bulk salinities from 9.3 to 10.0. On the site that was sampled on 6 May, the ice consisted of 0.03 m granular ice at the top and 0.14 m columnar ice below. Temperatures ranged from −2.1 to −4.5 • C and bulk salinities from 10.3 to 14.9. Brine salinity was up to 78.9 at 0.03 m below the ice core top. For the ice coring transect (7 May onwards; Figure 1B) , ice structure and other physical properties are reported in detail by Kauko et al. (2017) . In short, ice thicknesses ranged from 0.17 to 0.27 m, and increased until 20 May after which a reduction was observed. Sites 2 and 3 had the highest proportion of granular ice (0.17 m on 26 May, compared to 0.05-0.08 m columnar ice) and sites 1 and 5 the lowest (0.04-0.05 m granular ice on 26 May, compared to 0.17-0.195 m columnar ice). Snow thicknesses ranged from 0.01 to 0.06 m. Bulk salinity decreased on average (average of 5 sites) from 7.8 to 5.3 during the sampling period and brine salinities ranged from 23.9 to 52.2 (18 May−1 June). Under-ice downwelling irradiance E d (PAR) in the photosynthetically active radiation range (PAR, 400-700 nm) was on average 114 µmol photons m −2 s −1 and ranged from 30 to 350 µmol photons m −2 s −1 for the period from 12 May to 3 June.
The surrounding ice floe was a composite ice floe consisting of SYI and FYI with a modal ice thickness of 1.2 m and modal snow thickness of 0.45 m (Rösel et al., 2018) . Ice temperature and other physical properties are described in Olsen et al. (2017b) .
Snow depths at the SYI coring site ranged from 0.40 to 0.50 m and at the FYI coring site they were 0.20 m (Olsen et al., 2017b) . Irradiance was an order of magnitude lower under FYI than under young ice, and under SYI compared to FYI, with measured irradiances of 0.1-1 µmol photons m −2 s −1 under SYI and calculated irradiances of 1-20 µmol photons m −2 s −1 under FYI (Olsen et al., 2017b) . Oceanographic conditions of the study area, with Polar Surface Water in the surface, are described in Meyer et al. (2017) . Bottom depths during the young ice sampling period varied between 600 and 1,932 m, with shallowest depths occurring toward the end of the study when the ice floe drifted over the Yermak Plateau.
Ice Algal Succession
Temporal Trends in Young Ice
In total, 120 taxa (including e.g., different size categories of flagellates, but excluding cysts) comprising 80 species (including protists identified to species or genus level) were recorded in the young ice samples over the study period. The taxa for all environments are listed in Supplementary Table 2 . The community in young ice comprised 54 diatom taxa (45 species), 20 dinoflagellate taxa (15 species), 35 flagellate taxa (15 species), and 11 ciliate taxa (5 species). In this section and section Temporal Trends in Xanthophyll Cycle Pigments, presented values are averages of four ice cores (4 May), two ice cores (6 May), or five coring sites (unless site is specified) where three cores were pooled at each site (transect sampling 7 May onwards; see map in Figure 1B ). For 18 May and onwards, volumetric averages of ice core bottom and top section values are shown (see section Methods).
In the beginning of the study period, the young ice protist biomass (mg C m −3 ) and abundance were largely dominated by the ciliate Mesodinium rubrum and the cryptophyte chloroplasts (called symbionts hereafter) it had incorporated (Figure 2 and Supplementary Figure 1 ). Ciliate cells were presumably damaged during sampling causing release of the symbionts. From 12 May onwards diatoms and dinoflagellates became more prevalent, and together made up almost 70% of the biomass on 12 May. Biomass of ciliates and symbionts decreased thereafter, except on 16 and 20 May. Both flagellates and dinoflagellates biomass increased from early May, but diatoms exponentially increased to over 90% of the total biomass by 3 June, whereas dinoflagellates generally comprised <10% of the biomass. Maximum diatom biomass was 600 mg C m −3 on 1 June.
Fucoxanthin, indicative of diatoms, was the most abundant chemotaxonomic marker pigment and increased over the sampling period from 0.01 to 1.26 mg m −3 ( Figure 3B ). In terms of marker pigment to Chl a ratios, fucoxanthin, and peridinin (a marker for dinoflagellates) showed a contrasting picture during the transect sampling ( Figures 4A,B) . Initially, the peridinin to Chl a ratio was high at 0.22 on 7 May, and declined to 0.01 on 1 June. The fucoxanthin to Chl a ratio showed the opposite trend, increasing from 0.04 to 0.27.
Species succession was also observed within the diatom community. At the beginning of the transect sampling (7 May onwards) centric diatoms were dominant ( Figure 5A ) and comprised more than 70% of the diatom biomass until 14 May. From 22 May onwards, centric diatoms generally accounted for <60% of diatom biomass, while pennate diatoms increased and dominated (>80% of diatom biomass) from 29 May onwards. The most prevalent taxa among the centric diatoms were Porosira glacialis and Thalassiosira gravida/antarctica var. borealis, and among the pennate diatoms Nitzschia frigida/neofrigida ( Figure 6A ), Fragilariopsis cylindrus ( Figure 6B ), Navicula spp. (Figure 6C ), and Pseudo-nitzschia spp. Navicula pelagica appeared in the samples after 18 May. Fragilariopsis cylindrus was especially abundant in the middle of the sampling period in terms of cell numbers (Supplementary Figure 2a) . On the last two sampling days, N. frigida/neofrigida accounted for the highest biomass (ca. 30%) of any individual species.
Cysts accounted for more than 60% of the dinoflagellate biomass on 9 of the 15 sampling days. Cysts of Polarella glacialis ( Figure 6E ) occurred throughout the sampling period ( Figure 5B , Supplementary Figure 2b ) and comprised more than 90% of the dinoflagellate biomass on 3 June (35 mg C m −3 ). Besides cysts, Gymnodinium spp. and unidentified dinoflagellates in the size range 10-20 µm were the most prevalent groups among the dinoflagellates.
Unidentified flagellates in the size categories 3-7 and 7-10 µm comprised more than 50% of the flagellate biomass on most sampling days ( Figure 5C ). Prymnesiophytes, consisting of mainly unidentified Coccolithales, peaked on 14 May but were observed on most sampling days. Phaeocystis pouchetii was observed from 16 May onwards to a varying degree (biomass <1 mg C m −3 ). Prasinophytes ( Figure 6F ) and cryptophytes (other than the M. rubrum symbionts) were present at low biomass on most sampling days. Chlorophytes were observed only on 4 sampling days. Statocysts of the chrysophyte algae Dinobryon sp. were present especially in the latter half of the sampling period (Supplementary Figure 2c) .
For Chl b, which is found in chlorophytes, prasinophytes, and euglenophytes, concentrations were generally low, up to 0.11 mg m −3 on 26 May ( Figure 3D ) and before the transect sampling on 4 May (not shown). The Chl b to Chl a ratio was highest on 18 May (0.05; Figure 4C ) and before the coring transect sampling on 6 May (0.07; Supplementary Figure 3c ). Alloxanthin (a cryptophyte marker pigment) concentration was at times high: up to 1.72 mg m −3 on site 5 on 20 May (Figure 3E) , and 1.5 mg m −3 in one of the ice cores on 4 May. The alloxanthin to Chl a ratio was highest on 6 May (Supplementary Figure 3d) . Also gyroxanthin diester (found mainly in dinoflagellates) and β,ε-carotene (α-carotene; found in cryptophytes) had marked peaks on site 5 on 20 May (0.15 and 0.84 mg m −3 , respectively; Figures 3F,G) and before the transect sampling, but otherwise FIGURE 3 | Concentrations of main algal pigments in young ice during the ice coring transect study (7 May onwards).
had low concentrations during the transect sampling period. The patterns were similar for ratios of these pigments to Chl a, but the ratios were low after 24 May (Figures 4D-F) . Other pigments are shown in Supplementary Figures 4-6 (they were low in concentration or without taxonomic information). No chlorophyll degradation products such as chlorophyllide a (algae senescence) or phaeopigments (e.g., phaeophorbide a, indicative of grazing) were detected in the samples.
Differences Between Ice Core Bottom and Top Sections in Young Ice
In the previous paragraphs, values were reported for the ice core bottom and top section together (volumetric mean of the values) to be able to investigate the sampling period as a whole (ice core sectioning started on 18 May). In general, abundance and biomass of the species and groups were higher in the ice core bottom sections than in top sections. There were some exceptions, most notably for cysts of the dinoflagellate Polarella glacialis and the Dinobryon sp. statocysts (Figure 7) . In terms of relative biomass (Supplementary Figure 7) , centric diatoms had a higher contribution in the ice core top sections than in bottom sections. Pennate diatoms had a higher contribution in bottom sections than in top sections, although these also increased and dominated over time in the top sections. For flagellates and dinoflagellates, biomass was low and patterns were not as clear (except for the cysts). Pigment concentrations were likewise in general higher in bottom sections than in top sections. Differences in pigment to Chl a ratio between the bottom and top sections are shown in Supplementary Figures 3, 6 . Fucoxanthin had higher ratios to Chl a in the bottom sections. Gyroxanthin diester, α-carotene, dinoxanthin, and neoxanthin were absent from the top sections, whereas Chl c 3 was only found in top sections.
Comparison of Community Structure Between Habitats
Ice algal community patterns in SYI and FYI are described in Olsen et al. (2017b) and reveal the dominance of pennate diatoms, especially N. frigida, and show that resting cysts were also prominent. In the water column, Chl a concentration was low (<0.5 mg m −3 ) until 25 May when we encountered an underice phytoplankton bloom (maximum Chl a concentration 7.5 mg m −3 ) dominated by the haptophyte P. pouchetii (Assmy et al., 2017b) .
The count data are available in Olsen et al. (2017a) . These show that during the early sampling period (22 April−7 May), dinoflagellate abundance in the water column was on average 14-fold higher (average ± standard deviation 1,391 ± 1,217%) compared to diatom abundance. In the surrounding SYI (no FYI sampled at this time period), dinoflagellate abundance was one fourth (24 ± 53%) of diatom abundance. In SYI, 42 diatom, 8 dinoflagellate, and 16 other flagellate taxa (taxonomic level ranging from single species to size categories of flagellates) were identified during this time. In the water column, 8 diatom, 17 dinoflagellate, and 12 other flagellate taxa were identified (Olsen et al., 2017a) .
In the early young ice samples (4 May−7 May), 15 diatom (11 of them being pennate species), 12 dinoflagellate, and 9 other flagellate taxa were found, but most taxa were present only in one or two samples. Of these taxa we identified those that were also found in either the water column (samples from 26 April−5 May), SYI (30 April and 7 May) or in both habitats during the re-freezing of the lead and early sampling. Of these, nearly all the dinoflagellates were only found in the water column except for three taxa that were in addition found in four SYI samples. Cysts were found only in SYI and not in the water column. All diatoms were found only in SYI except for two taxa that were also found in one water column sample each, and N. frigida/neofrigida in several samples. N. frigida/neofrigida was however 1,500 times more abundant in SYI than in the water column.
Temporal Trends in Xanthophyll Cycle Pigments
The photoprotective pigments diadinoxanthin and diatoxanthin increased in both concentration and ratio to Chl a over the sampling period, especially compared to the early transect sampling (7 and 10 May; Figures 8A,C) . The combined concentration increased from 0.01 to 0.87 mg m −3 and the ratio of diadinoxanthin+diatoxanthin to Chl a from 0.05 to 0.20 over the transect sampling period. Ratios were similar between the ice bottom and top sections (average ± standard deviation for bottom sections 0.19 ± 0.06 and for top sections 0.20 ± 0.07; Supplementary Figure 8a) .
Violaxanthin+zeaxanthin concentration and ratio to Chl a varied greatly with peaks around 6, 18-20 and 24-29 May (Figures 8B,D, Supplementary Figure 8b) . The concentration was on average below 0.03 mg m −3 and the ratio to Chl a was mostly below 0.02.
Statistical Analysis of Community Similarity and Succession
Each habitat-young ice, SYI/FYI, and water columnformed distinct clusters in the NMDS analysis investigating community similarity (Figure 9 ). In the young ice, a temporal shift in species composition is evident (indicated by the coloring) and the samples approach the SYI/FYI group. Ice core bottom and top section samples are on different sides of the young ice samples group (symbols not shown). For thick ice or water column, neither consistent vertical (symbols not shown) nor temporal patterns were seen.
The range of Shannon's diversity indices, calculated from species abundance data, was similar in all three environments: 0.01-2.73, 0-2.72, and 0-2.86 for young ice, SYI/FYI and water column, respectively (Supplementary Table 3 ). When SYI and FYI were treated separately, SYI had a lower diversity range of 0.32-2.46. The young ice had the lowest indices at the beginning of the sampling period whereas the water column samples with lowest diversity were from the latter half of the period (Supplementary Figure 9a) . In the SYI/FYI samples, no clear temporal pattern was visible in the diversity index. In general, there was large variation in the indicators (species diversity, richness, and evenness), but species richness increased over time in all habitats (Supplementary Figures 9c,d ) and evenness decreased in the water column (Supplementary Figures 9e,f) . When the taxon M. rubrum symbionts was removed from the dataset (their abundance was likely affected by bursting of M. rubrum cells during sampling), evenness had a decreasing trend also in young ice. Furthermore, the early low diversity indices of the young ice disappeared (Supplementary Figure 9b) and the range shifted to 0.84-2.74. Diversity in the young ice was not significantly higher in the ice core top sections than in the bottom sections after removal of the symbionts.
The environmental variables snow thickness and bulk ice salinity (representing several co-varying environmental variables, see section Methods) accounted for 17% of the variance in ice algal abundance in the young ice (CCA in Supplementary Figure  10) . The first axis accounted for 16.7% and the second for 0.6% of the variation. The variable bulk salinity aligned close to the first axis and snow thickness close to the second axis. The first axis is parallel to the temporal gradient of the samples (indicated by color in the figure). When the environmental variables were fitted on unconstrained ordination (NMDS for young ice), the patterns were similar and bulk salinity was significantly correlated but snow thickness was not significant.
The sampling days in the young ice differed significantly from each other (p = 0.001, R = 0.41) for the algal count data, whereas the ice coring sites did not (p = 0.98, R = −0.02). It is therefore valid to use averages of the coring sites to show the temporal patterns in the young ice biomass and abundance figures.
DISCUSSION
Origin of the Young Ice Community
When new ice forms, cells present in the water column are incorporated into the sea ice. Previous studies have however suggested that not only phytoplankton but also benthic habitats and possibly surrounding ice are sources of ice algae (Ratkova and Wassmann, 2005; Olsen et al., 2017b) . In our study, the most probable seeding sources were the water column and surrounding SYI/FYI communities, since the bottom depths at the time of re-freezing were between 1,300 and 2,000 m. Transport of algae from the shelf waters was not likely as the ice floe was drifting on Polar Surface Water (Meyer et al., 2017) . During the re-freezing of the lead and early sampling of the young ice, the algal community in SYI consisted mainly of diatoms and the water column community mainly of dinoflagellates.
The dinoflagellates present in the early young ice samples were in addition found mainly in the water column (and not in SYI). The diatoms, by contrast, were found almost exclusively in SYI except for N. frigida/neofrigida. This species is tightly associated with ice, and considering the difference in abundance between SYI and water column, the cells in the water column likely originated from the ice. Olsen et al. (2017b) presented a seeding repository hypothesis for N. frigida, suggesting that ice algae from the previous growing season are trapped in the ice and survive over the winter in multi-year ice (MYI), and in the following growing season are able to seed the surrounding new ice. Given our findings, we suggest that the majority of the diatoms in the young ice originated from the surrounding thick ice, although most likely transported via the under-ice water column, while the main source of dinoflagellates was the water column. An additional route for ice-associated species might have been the wind-blown ice pieces that were observed in the lead and were incorporated in the young ice cover. The granular ice that was observed in the ice core top may in turn indicate that the initial ice formed in turbulent conditions, which are favorable for cell harvesting (Dieckmann et al., 1990; Weissenberger and Grossmann, 1998) .
In the NMDS analysis each of the habitats (young ice, SYI/FYI, and water column) formed distinct clusters (Figure 9 ). As discussed above, the cells in the young ice are likely to have initially originated from both the water column and older ice. The separation from water column samples means that algae are either selectively incorporated into ice as found in previous studies (Gradinger and Ikävalko, 1998; Riedel et al., 2007; Rózanska et al., 2008) , or that community changes happened almost immediately during the first week after ice formation. It was observed that the ice algal community resembled the water column community in new ice (≤0.03 m) but differed in young ice (0.17-0.21 m; Rózanska et al., 2008) . Survival in the new habitat may be different; changes for example in salinity and light regime are substantial when moving from the water column to the ice. Brine salinity in the young ice on 6 May was up to 79, and when in ice, algae are subject to a more stable and intense light exposure than in the water column. Niemi et al. (2011) observed higher average number of taxa in new ice (1-6 days old) compared to older stages of ice (35+ days old), which could indicate that several species did not survive as the ice grew older. However, considering the long time gap other processes might have also played a role. Our water column taxonomy samples may also have missed the uppermost water layer, where the transport between ice habitats possibly occurs. Hardge et al. (2017) showed that the algal community at 1 m depth below ice was more similar to the deeper water column than to the FYI and MYI in the Central Arctic Ocean.
Separation of young ice from the SYI/FYI in the ordination (Figure 9) shows that the community in the young ice was not identical to the older ice. In the SYI/FYI group, no temporal patterns and thus succession was observed. In contrast, the young ice samples displayed a temporal trend in community composition, indicating that we were able to report the species succession in this habitat. The late young ice samples started to resemble the SYI/FYI samples and became increasingly distinct from the water column samples, indicating that the young ice community evolved toward a more mature ice algal community.
This study indicates that surrounding ice is an important seeding source at a time of year when the water column has low algal, and especially low diatom, abundance. Ratkova and Wassmann (2005) observed that land-fast sea ice in the White Sea was dominated by pennate diatoms, whereas packice communities in northern Barents Sea were dominated by flagellates, dinoflagellates and centric diatoms, pointing to the importance of sediments as another source for pennate diatoms. As Olsen et al. (2017b) suggest, MYI has an important role as a source in deep areas where the sediment repository is distant. Thus for the ice algal communities to mature to the typical pennate diatom community (Leu et al., 2015; van Leeuwe et al., 2018) , contact with previous seasons' populations seems important, and in large parts of the Arctic, particularly the Central Basin, older ice likely plays a crucial role. This is further supported by the observations of Niemi et al. (2011) , who found that the timing of ice formation did not determine the community composition in Cape Bathurst flaw lead in the Beaufort Sea, where new ice forms in leads throughout the winter and is surrounded by older first-year land-fast and pack ice. Two thirds of the taxa found in new ice (<6 days old) were not found in the water column but in older ice in their study. Even when phytoplankton is present during sea ice freezing in autumn, the sea ice community differs from the water column, showing that phytoplankton may not be the main source (Werner et al., 2007) . In conclusion, timing of freezing (e.g., climate change caused later sea ice freezing in autumn) would be less important than proximity to sediments or older ice (i.e., existence of MYI) for the colonization of future ice algal assemblages.
Ice Algal Succession
From Ciliates and Flagellates to Pennate Diatoms
Biomass in the young ice increased over time but the species composition also changed considerably. On the first sampling days the protist community consisted mainly of ciliates, flagellates, and dinoflagellates, which gradually changed to dominance of pennate diatoms. The most prominent early colonizer of the young ice was the ciliate M. rubrum. Cryptophyte chloroplast symbionts of the ciliate (for review on the acquired phototrophy see Hansen et al., 2013) dominated in the young ice at the beginning of the study. M. rubrum was also found in the water column in the study region. The high abundance of the free symbionts is an artifact caused by disintegration of M. rubrum cells during sampling and fixation (Crawford, 1989) , but it shows that M. rubrum was not limited to the under-ice water column but some cells also actively entered the ice. The symbionts contributed to a high concentration of the cryptophyte marker pigment alloxanthin, thus in this case alloxanthin indicates M. rubrum rather than free-living cryptophytes. The biomass of other cryptophytes was less than 6% of the symbiont biomass (not shown). In the first sampling days, alloxanthin had the highest marker pigment to Chl a ratios, confirming a high contribution of M. rubrum to the protist community.
The pigment gyroxanthin diester is usually associated with dinoflagellates and is also reported from one pelagophyte and two coccolithophore species (Table 14 .2 in Johnsen et al., 2011) . In the Arctic, it has previously been associated with the coccolithophore Emiliana huxleyi (Pettersen et al., 2011) . In our samples, however, gyroxanthin diester seemed to be mainly associated with cryptophytes: temporal patterns of gyroxanthin diester were nearly identical to those of alloxanthin and α carotene, the marker pigments usually associated with cryptophytes (see Figures 3E-G, Supplementary Figures 3d-f) . In contrast, neither pigments found in dinoflagellates (peridinin, dinoxanthin), pelagophytes (19 ′ -butanoyloxyfucoxanthin; but-fuco), or haptophytes (Chl c 3 found for example in coccolithophores) had similar patterns to gyroxanthin diester. Moreover, Chl c 3 was only found in ice core top sections, whereas gyroxanthin diester only occurred in bottom sections (after ice core sectioning started), which shows that these two pigments were not co-located. Considering that most of the cryptophyte biomass originated from the M. rubrum symbionts, gyroxanthin diester seems to be associated with the cryptophyte-M. rubrum complex. In the samples where alloxanthin was present but gyroxanthin diester was not, other cryptophytes could be the alloxanthin source. This new observation has implications for using this pigment as an indicator for toxic dinoflagellates or E. huxleyi (Pettersen et al., 2011) , but more studies are needed to confirm the findings.
Besides M. rubrum, dinoflagellates were initially important in the young ice. In terms of marker pigment to Chl a ratios, peridinin-containing dinoflagellates were relatively as important in the beginning of the transect sampling as fucoxanthin containing algae (e.g., diatoms) at the end of the study. Fucoxanthin is considered to originate mainly from diatoms because the microscopy analysis confirmed the high abundance of diatoms and another source of fucoxanthin, haptophytes, can be considered to be of minor importance due to the low concentration of the associated pigment Chl c 3 . Dinoflagellates have been shown to increase in a post-bloom situation in FYI (Alou-Font et al., 2013) but our study shows that they can also contribute substantially to the young ice community at the beginning of its formation when the total algal biomass in the ice is still low. Total biomass of diatoms was much higher at the end of the study period than the initial dinoflagellate biomass. Diatom biomass was low at the beginning and mainly formed by centric diatoms, but from mid-May diatoms had a higher contribution to biomass than dinoflagellates and the fucoxanthin to Chl a ratio also increased over the sampling period. Centric diatoms were not very abundant (Supplementary Figure 2a) , and throughout the sampling less abundant than pennate diatoms, but because of their relatively high biomass per cell they were prominent in biomass time series. At the end of the sampling, pennate diatoms clearly dominated also in terms of biomass and in the ice core top sections. The successional patterns are summarized in Figure 10 . The group composition of the ice algal community is also reflected in the algal absorption spectra (Kauko et al., 2017 their Figure 3) . The shoulders in the absorption spectra at 460 and 490 nm, caused by carotenoids and chlorophylls c 1 and c 2 , FIGURE 10 | A schematic showing the main successional patterns in the young ice and species composition in the source habitats old ice (i.e., SYI) and seawater (circles on the left). At the beginning, the young ice community had low biomass and was characterized by ciliates, dinoflagellates, and flagellates. Over a month, it developed toward dominance of pennate diatoms (especially Navicula spp. and Nitzschia frigida). Pennate diatoms eventually dominated also over centric diatoms. Cysts of Polarella glacialis were predominantly found in the top layer of the ice. Biomass in the bottom of the ice was typically higher than in the top part (coarsely indicated by the amount of icons within the young ice triangle), and increased over time (the diagonal line represents both increase in biomass and ice thickness in the young ice). In top panel the main patterns of algal marker pigment to Chl a ratios are shown, which show the succession from dinoflagellates (type I, peridinin) to diatoms (fucoxanthin).
and the exact wavelength of the in vivo red peak of Chl a (672-674 nm) are typical for diatoms and dinoflagellates (Johnsen and Sakshaug, 2007) .
Chl b was the most prominent of the flagellate marker pigments, in addition to the cryptophyte pigments mentioned earlier. In our study Chl b likely originated mainly from prasinophytes since they were more abundant and frequent than chlorophytes based on microscopy counts (euglenophytes were not observed). Both based on biomass and low marker pigment concentrations (neoxanthin and lutein), these groups were rare. A fraction of the flagellate group was probably heterotrophic and therefore did not contribute to the marker pigments concentrations, which would also explain why dinoflagellates were relatively more prominent in pigment than count data in the early sampling period. Flagellate abundance could have been underestimated due to the unbuffered melting method used in this study (Garrison and Buck, 1986) , but the concomitantly low flagellate marker pigment concentrations also indicate that they had a minor contribution to the ice algal biomass in the young ice, given that chloroplasts are retained on the sample filter.
Species succession from flagellates to diatoms was also observed over a few months in a mesocosm experiment where sea ice was formed from artificial sea water enriched with brine collected in Fram Strait (Weissenberger, 1998) . Rózanska et al. (2008) observed that pennate diatoms were more abundant than centric diatoms or dinoflagellates in young ice (0.17-0.21 m thick) formed in fall in the Beaufort Sea, whereas the opposite was observed for new ice and nilas (thickness <0.08 m). Likewise, Hegseth (1992) observed a succession from centric to pennate diatoms by studying pack ice floes of different age in Barents Sea, but the age of the different floes differed more than the time span of our sampling period. In some studies, however, new ice was already dominated by pennate diatoms (Okolodkov, 1992; Niemi et al., 2011) or centric diatoms became more abundant than pennates over the growth season (Galindo et al., 2017; Campbell et al., 2018) . In general, pennate diatom dominance is a main succession stage during blooming bottom ice algal communities (Leu et al., 2015; van Leeuwe et al., 2018) .
Cyst Formation
Cyst or resting stage formation are a part of the life cycle of many algae and are among others an adaptation to survive variable environmental conditions (Von Dassow and Montresor, 2011) . In our study, cysts of the dinoflagellate Polarella glacialis and statocysts of the chrysophyte Dinobryon sp. were more abundant in the ice core top sections than in the bottom sections. The higher abundance of cysts from these groups in the upper ice was also found in previous studies (Stoecker et al., 1992 (Stoecker et al., , 1997 Garrison and Close, 1993; Gradinger, 1999; Werner et al., 2007) . The cyst abundance and biomass increased over the sampling period, whereas vegetative cells were observed to a far lesser extent. This suggest that these species, after a short growth period in the ice, respond with rapid encystment. The pattern was observed throughout the entire sampling period, which means that algae encyst at the top of the ice core already before the main melting season in spring. This encystment seems to have occurred somewhat earlier than in studies from Antarctica (Stoecker et al., 1992; Garrison and Close, 1993) , however, conditions in the young ice with thin snow cover and high irradiance may resemble a melting ice environment thus triggering encystment. The strong increase of P. glacialis cysts on the two last sampling days could also be a response to ice melt (ice thickness decreased). This encystment pattern over the whole period may however suggest that cysts are used as a dispersion strategy in addition to overwintering, as suggested by Stoecker et al. (1998) . Inhabiting the ice surface would maximize dispersal distance, as that is the most likely part to survive longest and travel furthest. The mechanism to seek the surface could simply be controlled by light, as light intensity is higher further up in the ice. Cysts do not seem to have active Chl a (Stoecker et al., 1997) and presumably the photosynthetic apparatus is reduced, which explains the decline in peridinin concentration in our samples ( Figure 3C ) although biomass of the P. glacialis cysts increased (Figure 5B) , and that peaks in dinoflagellate biomass and peridinin concentration do not always match (for P. glacialis pigments see Thomson et al., 2004) . Thus for understanding survival strategies of sea ice biota, microscopic observations are important.
Species Diversity
Species richness increased over time in all habitats, and cumulative species number (Supplementary Figure 11) showed that the young ice community did not reach a plateau in species richness (if only species that were found on all days after they appeared were taken into account). In the ice habitats there were however no clear diversity changes over time (after removal of the symbionts) despite the increase in species richness. Shannon's diversity index indicates how difficult it is to predict the identity of a specimen taken randomly from the community, and Pielou's evenness describes how similar the abundances of the different species are (Peet, 1974) , thus both species richness and evenness affect diversity. The low diversity indices and species evenness in the water column co-occur with the P. pouchetii under-ice bloom (Assmy et al., 2017b) . The diversity pattern in the young ice case can be explained by the decrease in the species evenness: there are more species present, but some also become more dominant. Furthermore, in SYI the dominance seems to be stronger, because of lower evenness (and diversity) than in young ice or FYI. Thus ice algal communities seem to move in the course of succession toward lower diversity because of lower evenness at least during the bloom season. Alou-Font et al. (2013) observed that diversity did not vary between FYI sites with different snow cover (and thus light), but was lowest during peak bloom and highest during post bloom. MYI seems however to be important for the ice algal diversity: in a molecular study in Central Arctic Ocean, highest proportions of unique taxa (unique to ice as compared to melt ponds and water column) were found in MYI (Hardge et al., 2017) . Compared to other studies of newly formed ice (that had less frequent sampling events than this study), the number of taxa was much higher in our case, spring young ice (120 taxa and 80 species), than in Beaufort Sea in autumn new ice (≤6 days old; 46 taxa and 21 species; Niemi et al., 2011) or in autumn new ice, nilas, and young ice (ice thickness ≤ 0.21 m; 32-48 taxa and 18-26 species; Rózanska et al., 2008) .
Drivers of Ice Algal Succession in Young Ice
In the young ice, there was a clear species succession as seen both in biomass and pigment concentration and also in the NMDS analysis. The main abiotic factors did not explain the variation in ice algal abundance to a great degree (17% of variation accounted for in constrained ordination; Supplementary Figure  10 ). Thus irradiance (indicated by snow thickness) does not seem to be a strong controlling factor of species succession. The significant correlation of bulk salinity with the unconstrained ordination (NMDS) is likely affected by the clear temporal patterns of bulk salinity caused by desalinization of the ice (Figure 2 in Kauko et al., 2017) . The alignment of the first axis (in both ordinations) with the temporal gradient in the samples indicates that the main axis, along which the community varies is a temporal axis. Likewise, the correlation of water column nitrate with bulk salinity is likely caused by the temporal patterns, including strong nitrate drawdown during the underice phytoplankton bloom encountered in the latter half of the sampling period (Assmy et al., 2017b) . Furthermore, bulk (<15; <9 during transect sampling) or brine salinities (<79; <52 during transect sampling) were not extreme in the young ice (this study and Kauko et al., 2017) . Absence of grazing marker pigments (e.g., phaeophorbide a) indicate low grazing pressure. This and the weak control by the abiotic factors included here suggest that biotic factors, and moreover species traits and interactions advantageous for the sea ice environment, were likely important in community development (see Section Adaptation to Environmental Conditions and Morphology). This conclusion is consistent with that the general pattern of diatom dominance (particularly pennate diatoms) in sea ice is similar across the Arctic Leu et al., 2015) , despite a wide range in environmental conditions.
Irradiance
It should be noted that irradiance levels in our young ice case (on average 114 and range 30-350 µmol photons m −2 s −1 ) were relatively high throughout the study period (Kauko et al., 2017) . Light has been observed to impact community composition when experimentally perturbed (Enberg et al., 2015) or under different snow cover (Rózanska et al., 2009; Alou-Font et al., 2013) . Alou-Font et al. (2013) observed no dinoflagellates under thick snow cover (lower light), but in our case they were found in both ice types. It has been suggested that higher abundance of centric compared to pennate diatoms in sea ice was due to higher light availability (Majaneva et al., 2017; Campbell et al., 2018) . Exclusion of UV radiation led to biomass increase of N. fridiga in experiments (Enberg et al., 2015) . In our samples, however, pennate diatoms dominated toward the end also in the young ice and in ice core top sections, i.e., under high irradiance. Thus in our study, this comparison, in addition to the statistical analysis, does not point to an important role of light in terms of community composition.
Nevertheless, photoacclimation is needed for the algae to be able to colonize new ice in spring. High irradiance can inhibit growth in non-acclimated cells (Mangoni et al., 2009; Juhl and Krembs, 2010) . On the other hand, high irradiance likely enables more rapid growth in acclimated communities and dispersion in the ice in spring than in autumn. Ice algae have been considered to be highly shade adapted (Thomas and Dieckmann, 2002) and they can grow in very low light (<0.17 µmol photons m −2 s −1 ; Hancke et al., 2018) . Detailed studies on the photoacclimation capacities of ice algae conclude however that they have high plasticity regarding growth irradiance, aided to a large degree by the photoprotective xanthophyll cycle Petrou et al., 2011; Galindo et al., 2017) . In our study, the xanthophyll cycle pigments diadino-and diatoxanthin showed an increasing trend both in concentration and ratio to Chl a, and thus show a response to increasing irradiance levels (Kauko et al., 2017 and Supplementary Figure 12) . Diadino-and diatoxanthin are found in for example diatoms, dinoflagellates, and haptophytes (see Table 11 .1 in Brunet et al., 2011) and thus represent the photoprotective mechanism of the majority of algae found in our samples. Other xanthophyll cycle pigments (violaxanthin and zeaxanthin, found e.g., in chlorophytes) were detected in our samples but in low concentrations and with a variable pattern, reflecting the low biomass of these algae in the samples in addition to the light exposure history. A similar seasonal increase in the photoprotective pigment pool in ice algae was also observed in FYI in the Canadian Arctic (Alou-Font et al., 2013; Galindo et al., 2017) . The diadinoxanthin + diatoxanthin to Chl a ratios in our samples were in the range of what has been previously reported for surface habitats (ponds and slush) on Antarctic sea ice (Arrigo et al., 2014) or under thin snow cover in the Arctic (Alou-Font et al., 2013; Galindo et al., 2017) . The average ratio was however similar in the surrounding FYI (data now shown) with much lower light levels [E d (PAR) 1-20 µmol photons m −2 s −1 ] than in the young ice (Olsen et al., 2017b) . The ratios found in surrounding SYI [E d (PAR) <1 µmol photons m −2 s −1 ] were on average lower and similar to those in interior and bottom ice habitats in Arrigo et al. (2014) .
The photoprotective pigment to Chl a ratios were not significantly different between the ice core top and bottom sections despite higher light exposure in the former. Based on radiative transfer modeling for 26 May (Kauko et al., 2017) , the E d (PAR) difference between the bottom and top 0.01 m of ice was >450 µmol photons m −2 s −1 . Alou-Font et al. (2013) found differences in photoprotective pigment to Chl a ratios already for irradiance levels of 26 and <10 µmol photons m −2 s −1 (between different snow covers). In our case the surrounding thick SYI had diadino-+ diatoxanthin to Chl a ratios that were significantly lower in the bottom 0.20 m of the ice column, despite thick snow cover and thus high light attenuation also at the top of the ice column. These seemingly contradictory results suggest that the photoprotective pigment expression is controlled by more factors than purely light intensity, or that in many cases the expression is not fine-tuned but rather responds to broad categories or thresholds in light intensity (consider also the similarity between young ice and FYI in our case), or temporally integrated doses. When it comes to the photosynthetic pigments in our samples, differences between the young ice sections were again visible. Fucoxanthin to Chl a and Chl c 2 to Chl a ratios (the most prominent light harvesting pigments in our samples) were higher in ice core bottom sections. In lower light, algae increase the amount of photosynthetic pigments to effectively harvest the available light (Brunet et al., 2011) .
Adaptation to Environmental Conditions and Morphology
The succession of the ice algal community, from a flagellatedinoflagellate to a diatom dominated community, and within the diatoms from centric to pennate diatoms, indicates that sea ice communities evolve toward a more ice-adapted species community over time during a bloom. This was also suggested by Syvertsen (1991) , based on changes in ice algal community composition from the ice edge northwards in the Barents Sea, i.e., from younger to older ice. The temporal patterns thus can be affected by the traits of the different species. When ice is formed, the species composition reflects what was present in the water column at the time of ice formation. Over time, selection occurs based on adaptation to the conditions in the ice and competition between species. N. frigida with the arborescent colonies, and other pennate species with attaching and gliding capabilities, are well adapted to life in brine channels, which to a certain degree resemble benthic habitats. Furthermore, they are adapted to the growth conditions: for example N. frigida grows exponentially even at very low temperatures and high salinities (Aletsee and Jahnke, 1992) . Fragilariopsis species were in experiments found to be more tolerant to high salinities than a chlorophyte species (Søgaard et al., 2011) and are known to produce antifreeze proteins (Bayer-Giraldi et al., 2010) . Additional biotic factors might also play a role in species succession; abundance of F. cylindrus (formerly Nitzschia cylindrus) was observed to decrease in connection with parasitic infection in the Beaufort Sea (Horner and Schrader, 1982) . The exponential increase of the major pennate diatoms in our study indicates that the growth conditions were favorable for them. However, when the seeding stock is low, they and especially N. frigida needed time to become dominant even at close to maximum growth rates (Olsen et al., 2017b) .
Dinoflagellates in general are not considered as typical ice algae, but the brine community in upper ice in Antarctic land-fast ice can be dominated by dinoflagellates (Stoecker et al., 1992) . Stoecker et al. (1997) reported that dinoflagellates and chrysophytes excysted and started photosyntethizing under extreme conditions (in terms of salinity and temperature) in the upper ice layers early in the season. Stoecker et al. (1998) observed that as the ice warmed, flagellates were replaced by pennate diatoms also in the upper ice. Dinoflagellates seem to be outcompeted by diatoms in the lower parts of ice and during more favorable growth conditions, but some species have evolved capacities to survive and find a niche. Resting cysts are a major component of the life cycle of ice-associated dinoflagellates (see discussion and references in section Cyst formation).
The pennate diatom F. cylindrus was, in terms of cell counts, an important species and had an exponential apparent growth rate until 29 May. Thereafter cell numbers declined strongly, possibly due to melting of ice (ice thickness began to decrease), which may have flushed the cells out. The ribbon shaped colonies may not be as optimal for attaching to the ice matrix as e.g., colonies of N. frigida. Otherwise it is well-adapted: Petrou et al. (2012) studied the photophysiology of F. cylindrus under temperature and nutrient stress and noticed that cell division rates decreased under nitrogen depletion, but physiological changes allowed for greater photoprotective capacity and photosynthetic efficiency was maintained. Fragiolariopsis species are also prominent ice algal species throughout the Arctic (Leu et al., 2015) . However, F. cylindrus (and other small diatoms) in Antarctica was observed in experiments to synthetize mycosporine-like amino acids (MAAs) only in trace amounts that were not sufficient for effective UV protection (Riegger and Robinson, 1997) , which could be a competitive disadvantage compared to species with higher amounts of MAAs. Judging by the high MAA to Chl a ratios found in the young ice in our case (Kauko et al., 2017) , algae were investing strongly in UV protection. Thus both physical changes in the ice (melting) as well as physiological reasons (UV protection) could be responsible for the decline in this species during the study period. Likewise, centric diatoms (morphology shown in Figure 6D ) were possibly affected by ice melting at the end of the study period.
In summary, the ice algal succession in young ice appears to start in a stochastic manner and then follows patterns that are dependent on the traits of the species present, resulting in differential adaptation to the ice habitat and its conditions (different succession concepts reviewed in McCook, 1994) . Initially, species are likely to arrive in ice in a relatively random order based on abundances in the water column, which again are based on proximity to suitable source habitats such as older ice and water column bloom status. Once in ice, traits that provide a competitive advantage in the ice habitat determine the success of species to further grow and spread. Since the diatoms that were found in our early young ice were rarely observed in the water column, it suggests that the relatively few cells that came into contact with the young ice were successful in inhabiting and growing in the ice. Facilitation of the later arrivals by the early colonizers (see Connell and Slatyer, 1977) could occur as biologically produced extracellular polysaccharide substances have been observed to change the microstructure of growing ice (Krembs et al., 2011) . Some degree of inhibition of later arrivals by early colonizers could also occur based on nutrient consumption, and in some cases because of allelopathy.
CONCLUSIONS
Our study provides the first observations of algal species succession in newly formed sea ice in spring. By following the same ice floe over an extended period of time we could observe the species succession at a high temporal resolution. The ice algal community originated both from the underlying water column and surrounding older ice, pointing to the importance of older ice as a seeding source. The community developed from a more mixed community toward dominance by ice-adapted pennate diatoms such as N. frigida. Overall the succession seemed to be determined more by the traits of the species than by variable abiotic factors. The colonization of the high light environment of young ice in spring is further aided by photoprotective carotenoids. The main trends in community succession were revealed also with marker pigment concentrations, with a fucoxanthin to Chl a ratio (indicative of diatoms) increase from 0.04 to 0.27 over the sampling period and low flagellate marker pigment concentrations. The pigment approach misses, however, the species succession within diatoms due to similar pigments, and patterns in cyst biomass due to lack of active photosynthesis in cysts. Cysts dominated the dinoflagellate biomass (>60%) on the majority of the sampling days. Cysts of the dinoflagellate P. glacialis were predominantly found in the top layers of the ice and were more prominent than the vegetative cells already in early May, which points to an important role of ice as a cyst repository and suggests that cysts may be used as a dispersion mechanism. With the decline in Arctic sea ice cover, loss of MYI and as ice retreats further away from the shelves, dispersal of ice algal species may be compromised, which could lead to changes in the relative importance of the dominant ice algal species. Based on this and previous studies, the source of pennate diatoms in new ice often seems to derive from surface sediments or older ice, whereas the time of freezing or environmental conditions play a smaller role in determining the community composition. In conclusion, the springtime young-ice algal community developed in less than a month into a typical, pennate diatom dominated community, when surrounding older sea ice can act as a seeding source.
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